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Supplemental Figure 1: Analysis of peptide trends. (A) Peptides were binned by isoelectric 
point and their cumulative distribution for each method was plotted. (B) Proteins identified by 
each method were binned by molecular weight and plotted against their cumulative distribution. 
(C) Peptides identified by each method were binned according to their length and plotted 
against their cumulative distribution. 
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Supplemental Figure 2: Boxplot displaying the GRAVY scores of proteins identified by each 
method 
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Supplemental Table 4:   Cellular compartments that were overrepresented in each data set  
                                        were analyzed. Unique cellular compartments are shown for each  
                                        method. 
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Supplemental Table 5:   Biological processes that were overrepresented in each data set  
                                        were analyzed. Unique biological processes are shown for each  
                                        method. 
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